ABSTRACT We report here the genome sequence of Microbacterium sp. strain TPU 3598, previously described as a producer of lumichrome. The sequenced genome size is 3,787,270 bp, the average GϩC content is 68.39%, and 3,674 protein-coding sequences are predicted.
Accession number(s).
This whole-genome sequence has been deposited in DDBJ/ ENA/GenBank under the accession numbers AP017975 (chromosome) and AP017976 (plasmid).
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